T-Cell Epitope Prediction of Chikungunya Virus.
There has been a growing demand for vaccines against Chikungunya virus (CHIKV), and epitope-based vaccine is a promising solution. Identification of CHIKV T-cell epitopes is critical to ensure successful trigger of immune response for epitope-based vaccine design. Bioinformatics tools are able to significantly reduce time and effort in this process by systematically scanning for immunogenic peptides in CHIKV proteins. This chapter provides the steps in utilizing machine learning algorithms to train on major histocompatibility complex (MHC) class I peptide binding data and build prediction models for the classification of binders and non-binders. The models could then be used in the identification and prediction of CHIKV T-cell epitopes for future vaccine design.